Supplementary Figure 2:
Comparison of ATP1A1, BCL11B, and GLG1 mRNA expression in Ewing sarcoma and normal tissues. Microarray data were normalized simultaneously by RMA using custom brainarray CDF files (v19) yielding one optimized probe-set per gene [1] . Accession codes are given in Supplementary Table 5 . Ewing sarcoma is highlighted in green color. Horizontal bars represent median expression values. Numbers of analyzed samples are given in parentheses. Supplementary Figure 3 : ATP1A1, BCL11B, and GLG1 are similarly expressed in EWSR1-FLI1-and EWSR1-ERG/ ETV4-translocated Ewing sarcoma. All microarray data were retrieved from the GEO (accession codes: GSE8596, GSE36133, and GSE70826), generated on Affymetrix HG-U133 Plus2 arrays, and normalized simultaneously with RMA using custom brainarray CDF (v17). Gray dots, EWSR1-ERG; Purple dot, EWSR1-ETV4; green dots, EWSR1-FLI1. Horizontal bars represent mean expression values; whiskers represent the standard deviation.
